Recently, Brayton et al. (2009) reported the synthesis and characterization of the air-and moisture-stable bis(phenoxyketimine) Pd(II) complex, and it was also demonstrated effectively to catalyze Suzuki-Miyaura cross coupling reaction. Experimental results exhibited that it catalyzed the coupling of unactivated aryl bromides with boronic acids in good yields under mild temperature and short reaction time. Therefore, our group is interested in the synthesis and preparation of palladium complexes derived from N, O-bidentate ligands. For example, our group has successfully synthesized and structural characterized the Pd(II) complex with methylphenyl-diphenylazo-naphtolate ligands (Lin et al., 2010). Most recently, we also reported the synthesis and crystal structure of the imine group substituted benzotriazole-phenolate derivative (Li et al., 2010). In term of coordination chemistry, the imine-phenolate group can provide the better N, O-bidentate chelation to stabilize the transition metal or main group metal complexes. Therefore, we describe the synthesis and crystal structure of N, O-bidentate imine-benzotriazole phenolate ligand incorporated Pd II complex, I, a potential catalyst for palladium-catalyzed Suzuki cross-coupling reactions (Scheme 1).
In the title complex, [Pd(C 20 H 15 N 4 O) 2 ], the Pd II atom is tetracoordinated by two N atoms and two O atoms from two bidentate imine-benzotriazole phenolate ligands, forming a square-planar environment. The asymmetric unit contains two half-molecules in both of which the Pd II atom lies on a centre of symmetry. The average distances between the Pd II atom and the coordinated O and N atoms are 1.9831 (12) and 2.012 (2) Å , respectively. 
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Experimental
Crystal data [Pd(C 20 H 15 N 4 O) 2 ] M r = 761.12 Triclinic, P1 a = 11.7509 (2) Å b = 11.9846 (2) Å c = 13.4898 (2) Å = 78.808 (1) = 89.357 (1) = 63.535 (1) V = 1662.20 (5) Å 3 Z = 2 Mo K radiation = 0.61 mm À1 T = 296 K 0.20 Â 0.12 Â 0.08 mm
Data collection
Bruker APEXII CCD diffractometer Absorption correction: multi-scan (SADABS; Bruker, 2008) T min = 0.888, T max = 0.953 29546 measured reflections 8252 independent reflections 6488 reflections with I > 2(I) R int = 0.023 Refinement R[F 2 > 2(F 2 )] = 0.025 wR(F 2 ) = 0.071 S = 1.01 8252 reflections 465 parameters H-atom parameters constrained Á max = 0.36 e Å À3 Á min = À0.49 e Å À3
Data collection: APEX2 (Bruker, 2008); cell refinement: SAINT-Plus (Bruker, 2008); data reduction: SAINT-Plus; program(s) used to solve structure: SHELXS97 (Sheldrick, 2008); program(s) used to refine structure: SHELXL97 (Sheldrick, 2008); molecular graphics: SHELXTL (Sheldrick, 2008); software used to prepare material for publication: SHELXTL. Fig. 1 . A view of the molecular structure of I with the atom numbering scheme. Displacement ellipsoids are drawn at the 50% probability level. H atoms are presented as a small spheres of arbitrary radius. Symmetry codes: (i) -x+1, -y+1, -z; (ii) -x+2, -y+1, -z+1. 
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